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Membrane attractin long form (reference) against itself, Length = 1429 

Score = 2821 bits (7313), Expect = 0.0 

Identities = 1429/1429 (100%), Positives = 1429/1429 (100%) 

100% identity over 1429 amino acids 

Query: 1 MVAAAAATEARLRRRTAATAALA 2 3 

MVAAAAATEARLRRRTAATAALA 
Sbjct: 1 MVAAAAATEARLRRRTAATAALA 23 

Query: 24 GRSGGPHWDWDVTRAGRPGLGAGLRLPRLLSPPLRPRLLLLLLLLSPPLLLLLLPCEAEA 83 

GRSGGPHWDWDVTRAGRPGLGAGLRLPRLLSPPLRPRLLLLLLLLSPPLLLLLLPCEAEA 
Sbjct : 24 GRSGGPHWDWDVTRAGRPGLGAGLRLPRLLS PPLRPRLLLLLLLLS PPLLLLLLPCEAEA 83 

Query : 84 AAAAAAVSGSAAAEAKECDRPCVNGGRCNPGTGQCVCPAGWVGEQCQHCGGRFRLTGSSG 143 

AAAAAAVSGSAAAEAKECDRPCVNGGRCNPGTGQCVCPAGWVGEQCQHCGGRFRLTGSSG 
Sbjct : 84 AAAAAAVSGSAAAEAKECDRPCVNGGRCNPGTGQCVCPAGWVGEQCQHCGGRFRLTGSSG 143 

Query : 144 FVTDGPGNYKYKTKCTWL I EGQPNR IMRLRFNHFATECS WDHL YVYDGDS I YAPL VAAFS 2 03 

FVTDGPGNYKYKTKCTWLIEGQPNRIMRLRFNHFATECSWDHLYVYDGDSIYAPLVAAFS 
Sbjct : 144 FVTDGPGNYKYKTKCTWL I EGQPNR I MRLRFNHFATEC S WDHL YVYDGDS I YAPLVAAFS 2 03 

Query: 204 GLIVPERDGNETVPEWATSGYALLHFFSDAAYNLTGFNITYSFDMCPNNCSGRGECKIS 2 63 

GLIVPERDGNETVPEWATSGYALLHFFSDAAYNLTGFNITYSFDMCPNNCSGRGECKIS 
Sbjct: 204 GLIVPERDGNETVPEWATSGYALLHFFSDAAYNLTGFNITYSFDMCPNNCSGRGECKIS 263 

Query: 264 NSSDTVECECSENWKGEACDIPHCTDNCGFPHRGICNSSDVRGCSCFSDWQGPGCSVPVP 323 

NSSDTVECECSENWKGEACDIPHCTDNCGFPHRGICNSSDVRGCSCFSDWQGPGCSVPVP 
Sbjct: 264 NSSDTVECECSENWKGEACDIPHCTDNCGFPHRGICNSSDVRGCSCFSDWQGPGCSVPVP 323 

Query: 324 ANQSFWTREEYSNLKLPRASHKAWNGNIMWWGGYMFNHSDYNMVLAYDLASREWLPLN 3 83 

ANQSFWTREEYSNLKLPRASHKAVVNGNIMWVVGGYMFNHSDYNMVLAYDLASREWLPLN 
Sbjct : 324 ANQSFWTREEYSNLKLPRASHKAWNGNIMWWGGYMFNHSDYNMVLAYDLASREWLPLN 3 83 

Query: 384 RSWNVWRYGHSLALYKDKIYMYGGKIDSTGNVTNELRVFHIHNESWVLLTPKAKEQYA 443 

RSWNVVVRYGHSLALYKDKIYMYGGKIDSTGNVTNELRVFHIHNESWVLLTPKAKEQYA 
Sbjct : 384 RSVNNVVVRYGHSLALYKDKIYMYGGKIDSTGNVTNELRVFHIHNESWVLLTPKAKEQYA 443 

Query : 444 WGHSAHIVTLKNGRVVMLVIFGHCPLYGYISNVQEYDLDKNTWSILHTQGALVQGGYGH 503 

WGHSAHIVTLKNGRVVMLVIFGHCPLYGYISNVQEYDLDKNTWSILHTQGALVQGGYGH 
Sbjct : 444 WGHSAHIVTLKNGRVVMLVIFGHCPLYGYISNVQEYDLDKNTWSILHTQGALVQGGYGH 503 

Query : 504 SSVYDHRTRALYVHGGYKAFSANKYRLADDLYRYDVDTQMWTILKDSRFFRYLHTAVIVS 563 

SSVYDHRTRALYVHGGYKAFSANKYRLADDLYRYDVDTQMWTILKDSRFFRYLHTAVIVS 
Sbjct : 504 SSVYDHRTRALYVHGGYKAFSANKYRLADDLYRYDVDTQMWTILKDSRFFRYLHTAVIVS 563 

Query: 564 GTMLVFGGNTHNDTSMSHGAKCFSSDFMAYDIACDRWSVLPRPDLHHDVNRFGHSAVLHN 623 

GTMLVFGGNTHNDTSMSHGAKCFSSDFMAYDIACDRWSVLPRPDLHHDVNRFGHSAVLHN 
Sbjct : 564 GTMLVFGGNTHNDTSMSHGAKCFSSDFMAYDIACDRWSVLPRPDLHHDVNRFGHSAVLHN 623 

Query: 624 STMYVFGGFNSLLLSDILVFTSEQCDAHRSEAACLAAGPGIRCVWNTGSSQCISWALATD 683 

STMYVFGGFNSLLLSDILVFTSEQCDAHRSEAACLAAGPGIRCVWNTGSSQCISWALATD 
Sbjct : 624 STMYVFGGFNSLLLSDILVFTSEQCDAHRSEAACLAAGPGIRCVWNTGSSQCISWALATD 683 

Query: 684 EQEEKLKSECFSKRTLDHDRCDQHTDCYSCTANTNDCHWCNDHCVPRNHSCSEGQISIFR 743 
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EQEEKLKSECFSKRTLDHDRCDQHTDCYSCTANTNDCHWCNDHCVPRNHSCSEGQISIFR 
Sbjct : 684 EQEEKLKSECFSKRTLDHDRCDQHTDCYSCTANTNDCHWCNDHCVPRNHSCSEGQISIFR 743 

Query : 744 YENCPKDNPMYYCNKKTSCRSCALDQNCQWEPRNQECIALPENICGIGWHLVGNSCLKIT 803 

YENCPKDNPMYYCNKKTSCRSCALDQNCQWEPRNQECIALPENICGIGWHLVGNSCLKIT 
Sbjct : 744 YENCPKDNPMYYCNKKTSCRSCALDQNCQWEPRNQECIALPENICGIGWHLVGNSCLKIT 803 

Query : 804 TAKENYDNAKLFCRNHNALLASLTTQKKVEFVLKQLRIMQSSQSMSKLTLTPWVGLRKIN 863 

TAKENYDNAKLFCRNHNALLASLTTQKKVEFVLKQLRIMQSSQSMSKLTLTPWVGLRKIN 
Sbjct : 804 TAKENYDNAKLFCRNHNALLASLTTQKKVEFVLKQLRIMQSSQSMSKLTLTPWVGLRKIN 863 

Query: 864 VSYWCWEDMSPFTNSLLQWMPSEPSDAGFCGILSEPSTRGLKAATCINPLNGSVCERPAN 92 3 

VSYWCWEDMSPFTNSLLQWMPSEPSDAGFCGILSEPSTRGLKAATCINPLNGSVCERPAN 
Sbjct : 864 VSYWCWEDMSPFTNSLLQWMPSEPSDAGFCGILSEPSTRGLKAATCINPLNGSVCERPAN 923 

Query : 924 HSAKQCRTPCALRTACGDCTSGSSECMWCSNMKQCVDSNAYVASFPFGQCMEWYTMSTCP 983 

HSAKQCRTPCALRTACGDCTSGSSECMWCSNMKQCVDSNAYVASFPFGQCMEWYTMSTCP 
Sbjct : 924 HSAKQCRTPCALRTACGDCTSGSSECMWCSNMKQCVDSNAYVASFPFGQCMEWYTMSTCP 983 

Query : 984 PENCSGYCTCSHCLEQPGCGWCTDPSNTGKGKCIEGSYKGPVKMPSQAPTGNFYPQPLLN 104 3 

PENCSGYCTCSHCLEQPGCGWCTDPSNTGKGKCIEGSYKGPVKMPSQAPTGNFYPQPLLN 
Sbjct : 984 PENCSGYCTCSHCLEQPGCGWCTDPSNTGKGKCIEGSYKGPVKMPSQAPTGNFYPQPLLN 104 3 

Query: 1044 SSMCLEDSRYNWSFIHCPACQCNGHSKCINQSICEKCENLTTGKHCETCISGFYGDPTNG 1103 

SSMCLEDSRYNWSFIHCPACQCNGHSKCINQSICEKCENLTTGKHCETCISGFYGDPTNG 
Sbjct: 1044 SSMCLEDSRYNWSFIHCPACQCNGHSKCINQSICEKCENLTTGKHCETCISGFYGDPTNG 1103 

Query: 1104 GKCQPCKCNGHASLCNTNTGKCFCTTKGVKGDECQLCEVENRYQGNPLRGTCYYTLLIDY 1163 

GKCQPCKCNGHASLCNTNTGKCFCTTKGVKGDECQLCEVENRYQGNPLRGTCYYTLLIDY 
Sbjct: 1104 GKCQPCKCNGHASLCNTNTGKCFCTTKGVKGDECQLCEVENRYQGNPLRGTCYYTLLIDY 1163 

Query: 1164 QFTFSLSQEDDRYYTAINFVATPDEQNRDLDMFINASKNFNLNITWAASFSAGTQAGEEM 1223 

QFTFSLSQEDDRYYTAINFVATPDEQNRDLDMFINASKNFNLNITWAASFSAGTQAGEEM 
Sbjct: 1164 QFTFSLSQEDDRYYTAINFVATPDEQNRDLDMFINASKNFNLNITWAASFSAGTQAGEEM 1223 

Query: 1224 PWSKTNIKEYKDSFSNEKFDFRNHPNITFFVYVSNFTWPIKIQIAFSQHSNFMDLVQFF 1283 

PWSKTNIKEYKDSFSNEKFDFRNHPNITFFVYVSNFTWPIKIQIAFSQHSNFMDLVQFF 
Sbjct: 1224 PWSKTNIKEYKDSFSNEKFDFRNHPNITFFVYVSNFTWPIKIQIAFSQHSNFMDLVQFF 1283 

Query: 12 84 VTFFSCFLSLLLVAAWWKIKQSCWASRRREQLLREMQQMASRPFASVNVALETDEEPPD 134 3 

VTFFSCFLSLLLVAAVWKIKQSCWASRRREQLLREMQQIVIASRPFASVNVALETDEEPPD 
Sbjct: 1284 VTFFSCFLSLLLVAAVWKIKQSCWASRRREQLLREMQQMASRPFASVNVALETDEEPPD 1343 

Query: 1344 LIGGSIKTVPKPIALEPCFGNKAAVLSVFVRLPRGLGGIPPPGQSGLAVASALVDISQQM 1403 

LIGGSIKTVPKPIALEPCFGNKAAVLSVFVRLPRGLGGIPPPGQSGLAVASALVDISQQM 
Sbjct: 1344 LIGGSIKTVPKPIALEPCFGNKAAVLSVFVRLPRGLGGIPPPGQSGLAVASALVDISQQM 1403 

Query: 14 04 PIVYKEKSGAVRNRKQQPPAQPGTCI 142 9 

PIVYKEKSGAVRNRKQQPPAQPGTCI 
Sbjct: 1404 PIVYKEKSGAVRNRKQQPPAQPGTCI 1429 

Membrane attractin long form (reference) against secreted attractin long form, Length = 1272 

Score = 2486 bits (6442), Expect = 0.0 

Identities = 1267/1272 (99%) , Positives = 1267/1272 (99%) 
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99% identity over 1272 amino acids 

therefore 88.7% identical with 1429 amino acids of reference form 

Query: 1 MVAAAAATEARLRRRTAATAALA 23 

MVAAAAATEARLRRRTAATAALA 
Sbjct: 1 MVAAAAATEARLRRRTAATAALA 23 

Query: 24 GRSGGPHWDWDVTRAGRPGLGAGLRLPRLLS PPLRPRLLLLLLLLS PPLLLLLLPCEAEA 83 

GRSGGPHWDWDVTRAGRPGLGAGLRLPRLLSPPLRPRLLLLLLLLSPPLLLLLLPCEAEA 
Sbjct: 24 GRSGGPHWDWDVTRAGRPGLGAGLRLPRLLS PPLRPRLLLLLLLLS PPLLLLLLPCEAEA 83 

Query : 84 AAAAAAVSGSAAAEAKECDRPCVNGGRCNPGTGQCVCPAGWVGEQCQHCGGRFRLTGSSG 143 

AAAAAAVSGSAAAEAKECDRPCVNGGRCNPGTGQCVCPAGWVGEQCQHCGGRFRLTGSSG 
Sbjct: 84 AAAAAAVSGSAAAEAKECDRPCVNGGRCNPGTGQCVCPAGWVGEQCQHCGGRFRLTGSSG 143 

Query : 144 FVTDGPGNYKYKTKCTWLIEGQPNRIMRLRFNHFATECSWDHLYVYDGDSIYAPLVAAFS 2 03 

FVTDGPGNYKYKTKCTWLIEGQPNRIMRLRFNHFATECSWDHLYVYDGDSIYAPLVAAFS 
Sbjct: 144 FVTDGPGNYKYKTKCTWLIEGQPNRIMRLRFNHFATECSWDHLYVYDGDSIYAPLVAAFS 203 

Query: 2 04 GLIVPERDGNETVPEWATSGYALLHFFSDAAYNLTGFNITYSFDMCPNNCSGRGECKIS 2 63 

GLIVPERDGNETVPEWATSGYALLHFFSDAAYNLTGFNITYSFDMCPNNCSGRGECKIS 
Sbjct : 204 GLIVPERDGNETVPEWATSGYALLHFFSDAAYNLTGFNITYSFDMCPNNCSGRGECKIS 263 

Query: 2 64 NSSDTVECECSENWKGEACDIPHCTDNCGFPHRGICNSSDVRGCSCFSDWQGPGCSVPVP 32 3 

NSSDTVECECSENWKGEACDIPHCTDNCGFPHRGICNSSDVRGCSCFSDWQGPGCSVPVP 
Sbjct : 264 NSSDTVECECSENWKGEACDIPHCTDNCGFPHRGICNSSDVRGCSCFSDWQGPGCSVPVP 323 

Query : 3 24 ANQSFWTREEYSNLKLPRASHKAWNGNIMWWGGYMFNHSDYNMVLAYDLASREWLPLN 3 83 

ANQSFWTREEYSNLKLPRASHKAWNGNIMWWGGYMFNHSDYNMVLAYDLASREWLPLN 
Sbjct : 324 ANQSFWTREEYSNLKLPRASHKAWNGNIMWWGGYMFNHSDYNMVLAYDLASREWLPLN 3 83 

Query : 3 84 RSVNNVWRYGHSLALYKDKIYMYGGKIDSTGNVTNELRVFHIHNESWVLLTPKAKEQYA 44 3 

RSVNNVWRYGHSLALYKDKIYMYGGKIDSTGNVTNELRVFHIHNESWVLLTPKAKEQYA 
Sbjct : 384 RSVNNVWRYGHSLALYKDKIYMYGGKIDSTGNVTNELRVFHIHNESWVLLTPKAKEQYA 443 

Query: 444 WGHSAHIVTLKNGRWMLVIFGHCPLYGYISNVQEYDLDKNTWSILHTQGALVQGGYGH 503 

WGHSAHIVTLKNGRWMLVIFGHCPLYGYISNVQEYDLDKNTWSILHTQGALVQGGYGH 
Sbjct : 444 WGHSAHIVTLKNGRWMLVIFGHCPLYGYISNVQEYDLDKNTWSILHTQGALVQGGYGH 503 

Query: 504 SSVYDHRTRALYVHGGYKAFSANKYRLADDLYRYDVDTQMWTILKDSRFFRYLHTAVIVS 563 

SSVYDHRTRALYVHGGYKAFSANKYRLADDLYRYDVDTQMWTILKDSRFFRYLHTAVIVS 
Sbjct : 504 SSVYDHRTRALYVHGGYKAFSANKYRLADDLYRYDVDTQMWTILKDSRFFRYLHTAVIVS 563 

Query : 564 GTMLVFGGNTHNDTSMSHGAKCFSSDFMAYDIACDRWSVLPRPDLHHDVNRFGHSAVLHN 623 

GTMLVFGGNTHNDTSMSHGAKCFSSDFMAYDIACDRWSVLPRPDLHHDVNRFGHSAVLHN 
Sbjct: 564 GTMLVFGGNTHNDTSMSHGAKCFSSDFMAYDIACDRWSVLPRPDLHHDVNRFGHSAVLHN 623 

Query: 624 STMYVFGGFNS LLLSD I LVFTS EQCDAHRS EAACLAAGPGI RC VWNTGS SQC I S WALATD 683 

STM YVFGGFNS LLLSD I LVFTS EQCDAHRS EAACLAAGPG I RCVWNTGS SQC I S WALATD 
Sbjct : 624 STMYVFGGFNS LLLSD I LVFTS EQCDAHRS EAACLAAGPG I RCVWNTGS SQC IS WALATD 683 

Query: 684 EQEEKLKSECFSKRTLDHDRCDQHTDCYSCTANTNDCHWCNDHCVPRNHSCSEGQISIFR 743 

EQEEKLKSECFSKRTLDHDRCDQHTDCYSCTANTNDCHWCNDHCVPRNHSCSEGQISIFR 
Sbjct: 684 EQEEKLKSECFSKRTLDHDRCDQHTDCYSCTANTNDCHWCNDHCVPRNHSCSEGQISIFR 743 

Query: 744 YENCPKDNPMYYCNKKTSCRSCALDQNCQWEPRNQECIALPENICGIGWHLVGNSCLKIT 803 
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YENCPKDNPMYYCNKKTSCRSCALDQNCQWEPRNQECIALPENICGIGWHLVGNSCLKIT 
Sbjct : 744 YENCPKDNPM YYCNKKTS CRS CALDQNCQWE PRNQEC I ALPENI CG I GWHLVGNS CLKIT 803 

Query : 804 TAKENYDNAKLFCRNHNALLASLTTQKKVEFVLKQLRIMQSSQSMSKLTLTPWVGLRKIN 863 

TAKENYDNAKLFCRNHNALLASLTTQKKVEFVLKQLRIMQSSQSMSKLTLTPWVGLRKIN 
Sbjct : 804 TAKENYDNAKLFCRNHNALLASLTTQKKVEFVLKQLRIMQSSQSMSKLTLTPWVGLRKIN 863 

Query: 864 VSYWCWEDMSPFTNSLLQWMPSEPSDAGFCGILSEPSTRGLKAATCINPLNGSVCERPAN 923 

VSYWCWEDMSPFTNSLLQWMPSEPSDAGFCGILSEPSTRGLKAATCINPLNGSVCERPAN 
Sbjct : 864 VSYWCWEDMSPFTNSLLQWMPSEPSDAGFCGILSEPSTRGLKAATCINPLNGSVCERPAN 923 

Query : 924 HSAKQCRTPCALRTACGDCTSGSSECMWCSNMKQCVDSNAYVASFPFGQCMEWYTMSTCP 983 

HSAKQCRTPCALRTACGDCTSGSSECMWCSNMKQCVDSNAYVASFPFGQCMEWYTMSTCP 
Sbjct : 924 HSAKQCRTPCALRTACGDCTSGSSECMWCSNMKQCVDSNAYVASFPFGQCMEWYTMSTCP 983 

Query : 984 PENCSGYCTCSHCLEQPGCGWCTDPSNTGKGKCIEGSYKGPVKMPSQAPTGNFYPQPLLN 104 3 

PENCSGYCTCSHCLEQPGCGWCTDPSNTGKGKCIEGSYKGPVKMPSQAPTGNFYPQPLLN 
Sbjct : 984 PENCSGYCTCSHCLEQPGCGWCTDPSNTGKGKCIEGSYKGPVKMPSQAPTGNFYPQPLLN 1043 

Query: 1044 SSMCLEDSRYNWSFIHCPACQCNGHSKCINQSICEKCENLTTGKHCETCISGFYGDPTNG 1103 

SSMCLEDSRYNWSFIHCPACQCNGHSKCINQSICEKCENLTTGKHCETCISGFYGDPTNG 
Sbjct: 1044 SSMCLEDSRYNWSFIHCPACQCNGHSKCINQSICEKCENLTTGKHCETCISGFYGDPTNG 1103 

Query: 1104 GKCQPCKCNGHASLCNTNTGKCFCTTKGVKGDECQLCEVENRYQGNPLRGTCYYTLLIDY 1163 

GKCQPCKCNGHASLCNTNTGKCFCTTKGVKGDECQLCEVENRYQGNPLRGTCYYTLLIDY 
Sbjct: 1104 GKCQPCKCNGHASLCNTNTGKCFCTTKGVKGDECQLCEVENRYQGNPLRGTCYYTLLIDY 1163 

Query: 1164 QFTFSLSQEDDRYYTAINFVATPDEQNRDLDMFINASKNFNLNITWAASFSAGTQAGEEM 1223 

QFTFSLSQ+DDRYYTAINFVATPDEQNRDLDMFINASKNFNLNITWAASFSAGTQAGEEM 
Sbjct: 1164 QFTFSLSQKDDRYYTAINFVATPDEQNRDLDMFINASKNFNLNITWAASFSAGTQAGEEM 1223 

Query: 1224 PWSKTNIKEYKDSFSNEKFDFRNHPNITFFVYVSNFTWPIKIQIAFSQ 1272 

PWSKTNIKEYKDSFSNEKFDFRNHPNITFFVYVSNFTWPIKIQ+ Q 
Sbjct: 1224 PWSKTNIKEYKDSFSNEKFDFRNHPNITFFVYVSNFTWPIKIQVQTEQ 1272 



Membrane attractin long form (reference) against secreted attractin short form, Length = 1198 

Score = 2435 bits (6311), Expect = 0.0 

Identities = 1194/1198 (99%), Positives = 1195/1198 (99%) 

99% identity over 1198 amino acids (1194 identical, 1195 similar) 
therefore 83.6% identical with 1429 amino acids of reference form 
and 83.6% similar 

Query: 1 MVAAAAATEARLRRRTAATAALAGRSGGPH 30 104 

MVAAAAATEARLRRRTAATAALAGRSGGPH 
Sbjct: 1 MVAAAAATEARLRRRTAATAALAGRSGGPH 3 0 

Query : 105 CVNGGRCNPGTGQCVCPAGWVGEQCQHCGGRFRLTGSSGFVTDGPGNYKYKTKCTWLIEG 164 

CVNGGRCNPGTGQCVCPAGWVGEQCQHCGGRFRLTGSSGFVTDGPGNYKYKTKCTWLIEG 
Sbjct : 31 CVNGGRCNPGTGQCVCPAGWVGEQCQHCGGRFRLTGSSGFVTDGPGNYKYKTKCTWLIEG 90 

Query : 165 QPNRIMRLRFNHFATECSWDHLYVYDGDSIYAPLVAAFSGLIVPERDGNETVPEWATSG 224 
QPNRIMRLRFNHFATECSWDHLYVYDGDSIYAPLVAAFSGLIVPERDGNETVPEWATSG 
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Sbjct: 91 

Query: 225 

Sbjct: 151 

Query: 2 85 

Sbjct: 211 

Query: 34 5 

Sbjct: 271 

Query: 4 05 

Sbjct: 331 

Query: 465 

Sbjct: 391 

Query: 52 5 

Sbjct: 451 

Query: 5 85 

Sbjct: 511 

Query: 645 

Sbjct: 571 

Query: 705 

Sbjct: 631 

Query: 765 

Sbjct: 691 

Query: 82 5 

Sbjct: 751 

Query: 885 

Sbjct: 811 

Query: 94 5 

Sbjct: 871 



QPNRIMRLRFNHFATECSWDHLYVYDGDSIYAPLVAAFSGLIVPERDGNETVPEVVATSG 15 0 

YALLHFFSDAAYNLTGFNITYSFDMCPNNCSGRGECKISNSSDTVECECSENWKGEACDI 2 84 
YALLHFFSDAAYNLTGFNITYSFDMCPNNCSGRGECKISNSSDTVECECSENWKGEACDI 

YALLHFFSDAAYNLTGFNITYSFDMCPNNCSGRGECKISNSSDTVECECSENWKGEACDI 210 

PHCTDNCGFPHRGICNSSDVRGCSCFSDWQGPGCSVPVPANQSFWTREEYSNLKLPRASH 344 
PHCTDNCGFPHRGICNSSDVRGCSCFSDWQGPGCSVPVPANQSFWTREEYSNLKLPRASH 

PHCTDNCGFPHRGICNSSDVRGCSCFSDWQGPGCSVPVPANQSFWTREEYSNLKLPRASH 2 70 

KAVWGNIMWWGGYMFNHSDYNMVLAYDLASREWLPLNRSVNNVWRYGHSLALYKDKI 4 04 
KAVWGNIMWWGGYMFNHSDYNMVLAYDLASREWLPLNRSVNNVVVRYGHSLALYKDKI 

KAVWGNIMWWGGYMFNHSDYNMVLAYDLASREWLPLNRSVNNVVVRYGHSLALYKDKI 3 3 0 

YMYGGKIDSTGNVTNELRVFHIHNESWVLLTPKAKEQYAWGHSAHIVTLKNGRWMLVI 464 
YMYGGKIDSTGNVTNELRVFHIHNESWVLLTPKAKEQYAWGHSAHIVTLKNGRWMLVI 

YMYGGKIDSTGNVTNELRVFHIHNESWVLLTPKAKEQYAWGHSAHIVTLKNGRWMLVI 3 90 

FGHCPLYGYISNVQEYDLDKNTWSILHTQGALVQGGYGHSSVYDHRTRALYVHGGYKAFS 524 
FGHCPLYGYISNVQEYDLDKNTWSILHTQGALVQGGYGHSSVYDHRTRALYVHGGYKAFS 

FGHCPLYGYISNVQEYDLDKNTWSILHTQGALVQGGYGHSSVYDHRTRALYVHGGYKAFS 4 50 

ANKYRLADDLYRYDVDTQMWTILKDSRFFRYLHTAVIVSGTMLVFGGNTHNDTSMSHGAK 5 84 
ANKYRLADDLYRYDVDTQMWTILKDSRFFRYLHTAVIVSGTMLVFGGNTHNDTSMSHGAK 

ANKYRLADDLYRYDVDTQMWTILKDSRFFRYLHTAVIVSGTMLVFGGNTHNDTSMSHGAK 510 

CFSSDFMAYDIACDRWSVLPRPDLHHDVNRFGHSAVLHNSTMYVFGGFNSLLLSDILVFT 644 
CFSSDFMAYDIACDRWSVLPRPDLHHDVNRFGHSAVLHNSTMYVFGGFNSLLLSDILVFT 

CFSSDFMAYDIACDRWSVLPRPDLHHDVNRFGHSAVLHNSTMYVFGGFNSLLLSDILVFT 57 0 

SEQCDAHRSEAACLAAGPGIRCVWNTGSSQCISWALATDEQEEKLKSECFSKRTLDHDRC 704 
SEQCDAHRSEAACLAAGPGIRCVWNTGSSQCISWALATDEQEEKLKSECFSKRTLDHDRC 

SEQCDAHRSEAACLAAGPGIRCVWNTGSSQCISWALATDEQEEKLKSECFSKRTLDHDRC 63 0 

DQHTDCYSCTANTNDCHWCNDHCVPRNHSCSEGQISIFRYENCPKDNPMYYCNKKTSCRS 764 
DQHTDCYSCTANTNDCHWCNDHCVPRNHSCSEGQISIFRYENCPKDNPMYYCNKKTSCRS 

DQHTDCYSCTANTNDCHWCNDHCVPRNHSCSEGQISIFRYENCPKDNPMYYCNKKTSCRS 690 

CALDQNCQWEPRNQECIALPENICGIGWHLVGNSCLKITTAKENYDNAKLFCRNHNALLA 824 
CALDQNCQWEPRNQEC I ALPEN I CG IGWHLVGNS CLKITTAKENYDNAKLFCRNHNALLA 

CALDQNCQWEPRNQEC I ALPEN I CG IGWHLVGNS CLKITTAKENYDNAKLFCRNHNALLA 750 

SLTTQKKVEFVLKQLRIMQSSQSMSKLTLTPWVGLRKINVSYWCWEDMSPFTNSLLQWMP 884 
SLTTQKKVEFVLKQLRIMQSSQSMSKLTLTPWVGLRKINVSYWCWEDMSPFTNSLLQWMP 

SLTTQKKVEFVLKQLRIMQSSQSMSKLTLTPWVGLRKINVSYWCWEDMSPFTNSLLQWMP 810 

SEPSDAGFCGILSEPSTRGLKAATCINPLNGSVCERPANHSAKQCRTPCALRTACGDCTS 944 
SEPSDAGFCGILSEPSTRGLKAATCINPLNGSVCERPANHSAKQCRTPCALRTACGDCTS 

SEPSDAGFCGILSEPSTRGLKAATCINPLNGSVCERPANHSAKQCRTPCALRTACGDCTS 87 0 

GSSECMWCSNMKQCVDSNAYVASFPFGQCMEWYTMSTCPPENCSGYCTCSHCLEQPGCGW 1004 
GSSECMWCSNMKQCVDSNAYVASFPFGQCMEWYTMSTCPPENCSGYCTCSHCLEQPGCGW 

GSSECMWCSNMKQCVDSNAYVASFPFGQCMEWYTMSTCPPENCSGYCTCSHCLEQPGCGW 93 0 

CTDPSNTGKGKCIEGSYKGPVKMPSQAPTGNFYPQPLLNSSMCLEDSRYNWSFIHCPACQ 1064 
CTDPSNTGKGKCIEGSYKGPVKMPSQAPTGNFYPQPLLNSSMCLEDSRYNWSFIHCPACQ 

CTDPSNTGKGKCIEGSYKGPVKMPSQAPTGNFYPQPLLNSSMCLEDSRYNWSFIHCPACQ 990 




Query: 1065 CNGHSKCINQSICEKCENLTTGKHCETCISGFYGDPTNGGKCQPCKCNGHASLCNTNTGK 1124 

CNGHSKCINQSICEKCENLTTGKHCETCISGFYGDPTNGGKCQPCKCNGHASLCNTNTGK 
Sbjct : 991 CNGHSKCINQSICEKCENLTTGKHCETCISGFYGDPTNGGKCQPCKCNGHASLCNTNTGK 1050 

Query: 1125 CFCTTKGVKGDECQLCEVENRYQGNPLRGTCYYTLLIDYQFTFSLSQEDDRYYTAINFVA 1184 

CFCTTKGVKGDECQLCEVENRYQGNPLRGTCYYTLLIDYQFTFSLSQEDDRYYTAINFVA 
Sbjct: 1051 CFCTTKGVKGDECQLCEVENRYQGNPLRGTCYYTLLIDYQFTFSLSQEDDRYYTAINFVA 1110 

Query: 1185 TPDEQNRDLDMFINASKNFNLNITWAASFSAGTQAGEEMPWSKTNIKEYKDSFSNEKFD 1244 

TPDEQNRDLDMFINASKNFNLNITWAASFSAGTQAGEEMPWSKTNIKEYKDSFSNEKFD 
Sbjct: 1111 TPDEQNRDLDMFINASKNFNLNITWAASFSAGTQAGEEMPWSKTNIKEYKDSFSNEKFD 1170 

Query: 1245 FRNHPNITFFVYVSNFTWPIKIQIAFSQ 1272 

FRNHPNITFFVYVSNFTWPIKIQ+ Q 
Sbjct: 1171 FRNHPNITFFVYVSNFTWPIKIQVQTEQ 1198 



Membrane attractin long form (reference) against membrane attractin short form, Length = 
1355 

100% identity over first 30 amino acids and 100% identity over amino acids 105-1429 
therefore 94,8% identical with 1429 amino acids of reference form (30+1325) /1429 



Membrane attractin long form (reference) against kiaa0548, Length = 452 

Score = 941 bits (2431), Expect = 0.0 

Identities = 452/452 (100%) , Positives = 452/452 (100%) 

100% identity over 452 amino acids therefore 31.6% identical with 1429 amino acids of 
reference form 

Query: 97 8 TMSTCPPENCSGYCTCSHCLEQPGCGWCTDPSNTGKGKCIEGSYKGPVKMPSQAPTGNFY 1037 

TMSTCPPENCSGYCTCSHCLEQPGCGWCTDPSNTGKGKCIEGSYKGPVKMPSQAPTGNFY 
Sbj ct : 1 TMSTCPPENCSGYCTCSHCLEQPGCGWCTDPSNTGKGKCIEGSYKGPVKMPSQAPTGNFY 60 

Query: 1038 PQPLLNSSMCLEDSRYNWSFIHCPACQCNGHSKCINQSICEKCENLTTGKHCETCISGFY 1097 

PQPLLNSSMCLEDSRYNWSFIHCPACQCNGHSKCINQSICEKCENLTTGKHCETCISGFY 
Sbjct : 61 PQPLLNSSMCLEDSRYNWSFIHCPACQCNGHSKCINQSICEKCENLTTGKHCETCISGFY 120 

Query: 1098 GDPTNGGKCQPCKCNGHASLCNTNTGKCFCTTKGVKGDECQLCEVENRYQGNPLRGTCYY 1157 

GDPTNGGKCQPCKCNGHASLCNTNTGKCFCTTKGVKGDECQLCEVENRYQGNPLRGTCYY 
Sbjct : 121 GDPTNGGKCQPCKCNGHASLCNTNTGKCFCTTKGVKGDECQLCEVENRYQGNPLRGTCYY 18 0 

Query: 1158 TLLIDYQFTFSLSQEDDRYYTAINFVATPDEQNRDLDMFINASKNFNLNITWAASFSAGT 1217 

TLLIDYQFTFSLSQEDDRYYTAINFVATPDEQNRDLDMFINASKNFNLNITWAASFSAGT 
Sbjct : 181 TLLIDYQFTFSLSQEDDRYYTAINFVATPDEQNRDLDMFINASKNFNLNITWAASFSAGT 240 

Query: 1218 QAGEEMPWSKTNIKEYKDSFSNEKFDFRNHPNITFFVYVSNFTWPIKIQIAFSQHSNFM 1277 

QAGEEMPWSKTNIKEYKDSFSNEKFDFRNHPNITFFVYVSNFTWPIKIQIAFSQHSNFM 
Sbjct : 241 QAGEEMPWSKTNIKEYKDSFSNEKFDFRNHPNITFFVYVSNFTWPIKIQIAFSQHSNFM 300 

Query: 1278 DLVQFFVTFFSCFLSLLLVAAWWKIKQSCWASRRREQLLREMQQMASRPFASVNVALET 1337 

DLVQFFVTFFSCFLSLLLVAAVVWKIKQSCWASRRREQLLREMQQMASRPFASVNVALET 
Sbjct : 301 DLVQFFVTFFSCFLSLLLVAAWWKIKQSCWASRRREQLLREMQQMASRPFASVNVALET 360 

L 



Query: 1338 DEEPPDLIGGSIKTVPKPIALEPCFGNKAAVLSVFVRLPRGLGGIPPPGQSGLAVASALV 13 97 

DEEPPDLIGGSIKTVPKPIALEPCFGNKAAVLSVFVRLPRGLGGIPPPGQSGLAVASALV 
Sbjct : 361 DEEPPDLIGGSIKTVPKPIALEPCFGNKAAVLSVFVRLPRGLGGIPPPGQSGLAVASALV 420 

Query: 13 98 DI SQQMP I VYKEKSGAVRNRKQQPPAQPGTCI 142 9 

D I S QQMP I VYKE KS G AVRNRKQQ P P AQPGTC I 
Sbjct: 421 D I SQQMP I VYKEKSGAVRNRKQQPPAQPGTCI 452 




00530-089002: Claims under Consideration (8/12/03) 



1 . An isolated DNA comprising: 

(a) a nucleic acid sequence that encodes a polypeptide that enhances 
spreading of a macrophage or a monocyte and that hybridizes to the complement of SEQ 
ID NO: 13 under the following conditions: hybridization in 6 X SSC at 30°C, followed by 
one or more washes in 0.2 X SSC and 0.1% sodium dodecyl sulfate (SDS) at 50°C to 
65°C; or 

(b) the complement of the nucleic acid sequence. 

2. An isolated DNA comprising a nucleic acid sequence that encodes a 
polypeptide comprising an amino acid sequence consisting of SEQ ID NO: 12. 

3. An isolated DNA comprising a nucleic acid sequence consisting of SEQ 

IDNO:13. 

6. An isolated nucleic acid encoding a fusion protein comprising a first 
domain and a second domain, wherein the first domain comprises an amino acid 
sequence consisting of SEQ ID NO: 12 or a functional fragment of the amino acid 
sequence and wherein the second domain comprises a heterologous sequence. 

20. A vector comprising the isolated DNA of claim 1 . 

21. The vector of claim 20, wherein the nucleic acid sequence is operably 
linked to a regulatory element which allows expression of said nucleic acid in a cell. 

22. A cultured cell comprising the vector of claim 21 . 

23. A method of producing a polypeptide, the method comprising culturing 
the cell of claim 22 and purifying the polypeptide from the cell. 



24. A vector comprising the isolated nucleic acid of claim 6. 



25. The vector of claim 24, wherein the nucleic acid is operably linked to a 
regulatory element which allows expression of said nucleic acid in a cell. 



26. A cell comprising the vector of claim 24. 



27. A method of producing a fusion protein, the method comprising culturing 
the cell of claim 26 and purifying the fusion protein from the cell. 

38. The DNA of claim 1, wherein the nucleic acid sequence consists of SEQ 

IDNO:l. 



39. The DNA of claiml, wherein the nucleic acid sequence consists of SEQ 

IDNO:ll. 



40. The DNA of claiml , wherein the nucleic acid sequence consists of SEQ 

ID NO: 19. 



41 . An isolated DNA comprising: 

(a) a nucleic acid sequence that is at least 85% identical to a sequence 
consisting of SEQ ID NO: 13; or 

(b) the complement of the nucleic acid sequence, 

wherein the nucleic acid sequence encodes a polypeptide that enhances 
spreading of a macrophage or a monocyte. 



42. The DNA of claim 41, wherein the nucleic acid sequence is at least 95% 
identical to a sequence consisting of SEQ ID NO: 13. 



43. An isolated DNA comprising: 

(a) nucleic acid sequence that encodes a polypeptide consisting of an 
amino acid sequence that is at least 85% identical to a sequence consisting of SEQ ID 
NO:12;or 

(b) the complement of the nucleic acid sequence, 

wherein the polypeptide enhances spreading of a macrophage or a monocyte. 

44. The DNA of claim 43, wherein the nucleic acid sequence encodes a 
polypeptide consisting of an amino acid sequences that is at least 95% identical to a 
sequence consisting of SEQ ID NO: 13. 

45. The DNA of claim 44, wherein the nucleic acid sequence encodes a 
polypeptide consisting of an amino acid sequences that is at least 98% identical to a 
sequence consisting of SEQ ID NO: 13. 

46. The isolated nucleic acid of claim 6, wherein the heterologous sequence 
comprises a signal peptide. 
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